Materials and methods.;-Forty-eight crabs were collected during late spring 1992 from four localities: (1) Pass Manchac, Lake Pontchartrain, lA; (2) Barataria Bay, lA; (3) Mobile Bay, AL; and ( 4) Aransas Bay, TX. All crabs were adults with carapace widths ranging from 110 to 176 mm. Samples were a mixture of males and females (69%, 50%, 52%, and 87% males, respectively). Tissue preparations (muscle, gill, and hepatopancreas) and horizontal starch-gel electrophoresis have previously been described in Ayala et al. (1973) and Tracey et al. (1975) . Twenty-eight enzymes and proteins were assayed: acid phosphatase (ACP; enzyme number 3.1.3.2), adenylate kinase (AK; 2. 7.4.3), aldehyde oxidase (AO; 1.2.3.1), alkaline phosphatase (ALP; 3.1.3.1), aspartate aminotransferase [AAT (formerly GOT); 2.6. Allelic frequencies, mean number of alleles per locus (na), average number of animals studied per locus (N), mean observed (H 0 ) and expected (He) heterozygosities, and proportion of polymorphic loci were calculated using the stringent (frequency of the common allele <95%, P 95 ) level for each population using the Biosys-1 statistical program (Swofford and Selander, 1981) . Deviations of observed genotypic proportions from Hardy-Weinberg expected values were tested with chi-square goodness-of-fit analysis using Levene's formula for small sam- pies and Fisher's exact test for 2 X 2 contingency table (Biosys-1). Because many genotypes were present in small numbers, allelic rather than genotypic frequencies were used for tests of independence between populations using the G statistic with Williams' correction for small samples (Sokal and Rohlf, 1981) .
Results and discussion. The average observed heterozygosities ranged from 3.1% in the Mobile Bay population to 3.8% in the Lake Pontchartrain population and were comparable to the expected heterozygosities (Table 2 ). All four populations showed a good fit to the expected Hardy-Weinberg genotypic proportions (0.038 < x 2 < 1.12, df = 1, n.s.). Tests of independence of the populations based on allelic frequencies of all variant loci showed no significant differences among the four populations. A low level of genetic variation is common in many crustacean species. Nelson and Hedgecock (1980) observed a heterozygosity of 8.0% in C. sapidus from South Carolina. The same parameter was estimated at 8.3% and 7.1% in blue crab populations from Chincotegue and Chesapeake bays, respectively (Cole and Morgan, 1978) and at 4.0% in the survey by McMillen:Jackson etal. (1994) . In the current study, polymorphism was consistently present at only one locus, AAT (GOT), with two alleles present in this dimeric enzyme. The frequencies of the most common allele varied between 61.1% and 72.8% in the Mobile Bay and Aransas Bay populations in this study. Comparisons of AAT (GOT) data among populations inhabiting the Chesapeake Bay area (Cole and Morgan, 1978) , South Carolina (Nelson and Hedgecock, 1980) , and the northwestern Gulf of Mexico locations from this study do not show any significant differences in the AAT (GOT) allelic proportions (G = 6.09, df = 4, n.s., pooled data). However, spatial and temporal differences among several populations along the Texas coast were found by Kardos and Burton (1993 , 1994) . However, the lack of genetic difference among this study's four populations suggests that at the time of sampling, they formed a common breeding population with genetic exchange both unimpeded by physical or physiological barriers and large enough to offset any differentiation brought about by selective forces. Larvae and megalopae, found offshore year-round (Rabalais et al., 1995) , are subjected to currents transporting them considerable distances (Perry, 1975; Perry and Stuck, 1982; Scheltema, 1986; Sulkin and Van Heukelem, 1986; Epifanio, 1988 Epifanio, , 1995 Johnson and Hester, 1989 ). In addition, adult migratory behavior further promotes genetic exchange between these neighboring populations (Oesterling, 1976; Osterling and Adams, 1982; Steele, 1991) .
Thus, major anthropogenic events, such as overfishing, oil spills, and accidental chemical discharges from industries and municipalities, should not result in a collapse of the blue crab population in any one of the localities in this study. Larval dispersal and/or adult migration from the other unspoiled locations should ensure replenishment in the affected area. However, the variability of AAT (GOT) along the Texas coast (Kordos and Burton, 1993) remains intriguing. Additional electrophoretic surveys of larval, juvenile, and adult populations along the northern Gulf coast need to be completed to confirm this variability. If present, AAT (GOT), the only consistently poly-morphic locus in this study, would be a possible candidate for monitoring spatial and temporal distributions of the blue crab populations within the Gulf of Mexico. 
